Introduction
Introduction
Schizophrenia is a psychiatric disorder characterized by the presence of psychotic and negative symptoms and has a heterogeneous presentation and prognosis. Combined with schizoaffective disorder, it has an estimated lifetime prevalence of approximately 1%. [1, 2] Schizophrenia has a high heritability (estimated between 65 and 81%), [3, 4] and evidence suggests a polygenic inheritance, with an established role of both rare variants with large effects, as well as common Single Nucleotide Polymorphisms (SNPs) with small effects. [5, 6] Given this complexity, early genetic studies failed to replicate previous associations, leading to a pessimistic outlook on schizophrenia genetics. [7] Technological advances such as chip-based genotyping made large-scale studies using genome-wide information affordable and technically possible. Genome-wide association studies (GWAS) use tagging SNPs to identify common risks alleles, based upon the principle of linkage disequilibrium. Thus, by using only between 250 000 and 1 million SNPs, the whole genome is scanned for risk loci.
Although initial GWAS studies had limited (less than 500 cases) sample sizes and power, [8] subsequent studies with increasing sample sizes led to several common SNPs associated with schizophrenia. [9] [10] [11] [12] [13] [14] [15] [16] [17] [18] [19] [20] [21] [22] Due to the nature of GWAS studies, incorporating many common variants, a stringent correction for multiple testing has to be applied (typically, Bonferroni correction with genome-wide significance defined as a p-value below 10 −8
), as well as independent replications. [23] The most recent study by the Psychiatric Genomics Consortium found 108 loci that obtained sufficiently low p-values to be associated with schizophrenia. [22] A second technology that contributed to the knowledge of the genetic architecture of schizophrenia was next generation sequencing, which enables the identification of rare variants with minor allele frequencies below 5%. Sequencing allows for SNP genotyping, as well as for the detection of copy number variants, [24] but is expensive, slower than chip genotyping and requires additional techniques for data analysis. An increased burden of rare mutations has been found in schizophrenia. [25] Due to the high cost associated with sequencing studies, several studies were limited to either specific target regions, [26, 27] or whole exome sequencing. [25, [28] [29] [30] [31] [32] The Human Exome consortium, incorporating researchers from different research domains such as schizophrenia and autism genetics, [33] jointly developed a SNP chip incorporating >240 000 putatively functional variants within the human exome. This chip was then marketed by Illumina, as the HumanExome Beadchip. [34] This chip was designed to be efficient towards genotyping cost and analysis burden, yet incorporating a large number of rare SNPs without adding the need for sequencing.
The current study used the HumanExome beadchip to detect rare variants in a sample of 484 patients with schizophrenia or schizoaffective disorder and 493 healthy volunteers recruited from the general population.
Methods

Sample
The current investigation uses samples from three sources: two different patient sets were used, and one set of controls. The patient sample consisted of 650 patients with psychotic spectrum disorder. Part of this sample was previously used for pharmacogenetic research [35] [36] [37] [38] [39] [40] . Initial inclusion in this sample was based upon clinician diagnosis, and diagnosis was confirmed using the OPCRIT v4 questionnaire before inclusion in the current study. [ A healthy control sample of both mentally and physically healthy plasma donors of Caucasian descent. They have never had any mental illness, have not been treated for mental illness and have never taken medication for mental disorders. This sample was obtained in collaboration with the Belgian Red Cross Flanders.
All patients and healthy controls gave written informed consent for genetic testing. After obtaining approval by the "Commissie medische ethiek" of the UZ Leuven, Leuven, Belgium, the study was approved by the local ethics committees of the coordinating and sampling hospitals and the Red Cross Belgium. The study was conducted in accordance with the current revision of the Helsinki declaration [42] .
DNA analysis
DNA was extracted from peripheral blood lymphocytes using a Chemagen MSMI (Perkin Elmer-Chemagen). Samples were genotyped using the Illumina HumanExome v1.1 chip. Extraction, storage and analysis was conducted in the Center for Human Genetics in Leuven, Belgium.
DNA quality control was done following the manufacturers' guidelines using GenomeStudio software (v2010.3). [43] Genotypes were called using the supplied cluster file, with automatic re-clustering of all genotypes with a call rate below 100%. After this re-clustering, all remaining genotypes with call rates below 100% were manually verified. All samples with exactly 12 rare allele homozygote or 12 heterozygote cases (12 equals the number of samples per chip) were manually checked to exclude chip effects. All SNPs on the X and Y chromosome were manually verified. Genotypes were automatically clustered using the OPTICALL software, and Single Nucleotide Variants (SNV, both SNP and indels or deletions) with major differences in call rates between both methods were manually verified and excluded when after manual verification, no consensus calling was obtained. [44] Further quality control was done using PLINK v1.07. [45] Ethnicity and relatedness was verified using the MDS algorithm in the KING software v1.4, as with the build-in functions of PLINK. [46] Based upon the eigenvalues, the 3 first principal components were retained. The 08/2010 release of the 1000-genomes project was used to check population membership, and samples of non-Caucasian descent were excluded.
Analysis of autosomal SNPs was done using logistic regression with the first 3 principal components (PCA) generated by KING as covariates. A combined analysis of rare (MAF<0.03) and common variants was done using the CommonRare function implemented in SKAT version 0.91. [47] A multilevel logistic regression, using sex and the first three principal components generated by KING as covariates was used to assess associations on the Xchromosome.
Results
Sample descriptive
A sample of 1023 volunteers consisting of 525 cases with DSM-IV schizophrenia or schizoaffective disorder and 496 healthy controls was genotyped.
After exclusion of samples with call rate below 98% (n = 2), duplicate samples (n = 6), samples related up to the second degree (n = 11), sex errors (n = 6), samples with excess heterozygosity (n = 2) and samples of non-Caucasian descent or other problems (n = 29), a total of 977 samples consisting of 493 cases and 484 controls remained. S1 Fig plots the There was no significant difference in mean age between patients and controls (resp.44.8 vs. 44, t = -1.1341, p = .26), but there were significantly more males amongst the patients than controls (resp. 70.2 vs. 57.9% male, χ 2 = 15.6, p = 7.82 Ã 10 −05 ). ). When only males were concerned, the p value kept below nominal significance (β = 0.89, SE = 0.23, p>0.0001), but not when only females were considered (β = 0.28, SE = 0.299, p = 0.34).
DNA quality control
Additionally, SNPs investigated in previous GWAS and present on the current chip are reported in Table 2 . Only five of these SNPs reached nominal significance: an intronic variant in the vaccinia related kinase 2 (VRK2) gene, rs2312147 on chromosome 2. [48] A second SNP was also intronic in Neurogenic locus notch homolog 4 (NOTCH4) on chromosome 6 (rs2071286). A single intronic SNP, rs7914558 on chromosome 10 in cyclin M2 (CNNM2) also reached nominal significance. On chromosome 10, 2 SNPs reached nominal significance. The first one is the intergenic rs1602565, and finally rs12807809 near neurogranin (NRGN).
Combination of rare and common variation
When analysing the combined effect of common and rare variation using the CommonRare function implemented in SKAT, one gene resulted in a p value below 10 −5 . Using one common ). The top 5 genes with at least 3 SNPs contributing to the results are displayed in Table 3 .
Discussion
The current study evaluated exonic variation in a group of patients with schizophrenia and schizoaffective disorder. No SNP reached genome-wide significance levels (p< 10 −8 ). At the level of genes, no gene reached genome-wide significance. These results are comparable to those of the Swedish Schizophrenia Cohort, who were also unable to find genome-wide significant results using the HumanExome Beadchip in 13000 individuals. [49] Although none of the currently investigated SNPs reached genome-wide significance, several SNPs obtained low pvalues, which, combined with data from previous research, warrants further investigation. 
WISP3
The rs1230345 in the WISP3 gene had the smallest p-value of all SNPs tested. As a gene, WISP3 also had the smallest p-value from a combination of one common and 2 rare common SNPs. The WISP3 gene lies within the 6q21 region, within a larger region on chromosome 6 previously associated with schizophrenia or bipolar disorder. [50] [51] [52] [53] [54] Although neither WISP3 nor the neighbouring TUBE1 or LAMA4 genes, have been associated with schizophrenia, the more distant FYN gene was. [55] The WISP3 gene belongs to the CCN family of extracellular matrix associated signalling proteins. It is mainly known for its contribution to progressive pseudo-rheumatoid dysplasia and poly-articular juvenile idiopathic arthritis. It has been linked to the intracellular accumulation of reactive oxygen species in connective tissues. [56] Animal models have not highlighted further evidence for WISP3 as a schizophrenia candidate gene: Although WISP3 is expressed in the developing midbrain of zebrafish, [57] altering the expression of WISP3 does not affect the phenotype of mice. [58] No association of WISP3 with schizophrenia has so far been described in the current literature. Further research is needed to confirm the possible role of this gene or variant in schizophrenia.
CACNA2D3
The CACNA2D3 gene forms a subunit of the L-type gated calcium channel, where it influences the trafficking and kinetic or voltage-dependent properties. [59] CACNA2D3 lies within the 3p14.3 region. The 3p14 region has been associated with schizophrenia in a single study, [60] and another study found an association the 3p14 region and the antisaccade endophenotype in schizophrenia. [61] As one of the regulators in the calcium pathway, CACNA2D3 is an interesting candidate gene for schizophrenia as the calcium pathway is thought to be a major contributor to the genetic risk of schizophrenia or bipolar disorder, [62] [63] [64] with several studies linking genes of this pathway to both disorders. [19, 21, 22, [65] [66] [67] Several studies of the CACNA2D3 gene reported associations with symptoms of schizophrenia. The CACNA2D3 gene has been shown to alter pain sensitivity in both animals and humans. [68] Patients with schizophrenia display a diminished pain sensitivity, as was shown in a meta-analysis of experimental studies, independent of treatment status. [69] Knockout mice for CACNA2D3 have a decreased startle reflex. [70] The startle reflex modulation, as measured by prepulse inhibition, is a putative endophenotypes of schizophrenia. [71] In an exome sequencing study of autism, a single subject suffering from autism also had a mutation in CACNA2D3. [72] Given the evidence for members of the calcium pathway in schizophrenia, this variant could be of interest for further research.
TNFSF10
Although no single SNP emerged from the TNFSF10 gene, a joint analysis of rare and common variants resulted in a gene with the second lowest gene-wide p-value. The TNFSF10 gene plays a role in the p53-mediated programmed cell death, which is activated after cells get exposed to DNA damage. [73] Previous research has implicated modulations in cell apoptosis in schizophrenia, [74, 75] but no direct link between the current gene, apoptosis and schizophrenia was found.
Only a single reference of this gene was found in connection with schizophrenia. In a study based on the dataset of the Stanley Neuropathology Consortium, comparing gene expression in bipolar disorder and schizophrenia versus controls, TNFSF10 had a significant contribution to the support vector machine algorithm for classification of schizophrenia or bipolar versus controls. [76] . Table 2 contains the results of SNPs previously associated with schizophrenia in large GWAS studies.
Replication of previous findings
Limitations
The current study has a moderate sample size. This disadvantage is partially offset by using samples with clear diagnosis of schizophrenia and schizoaffective disorder, and having an ethnically homogeneous sample. DNA was of high quality, and quality control resulted in 99.8% of designed SNVs available for analysis.
Conclusion
The current investigation of 493 patients with schizophrenia or schizoaffective disorders versus 484 healthy controls did not reveal any variant with genome-wide significant p-values. Amongst the lowest p-values were 2 genes that might be of theoretical interest: CACNA2D3, directly involved in regulating the intracerebral calcium homeostasis, and TNFSF10, a gene that is involved in apoptosis in schizophrenia. However, given the limited sample size and thus limited power, these results are preliminary at best and should be treated with caution.
Supporting Information S1 Data. The raw_data.zip file contains the tplink files of the current analysis, after all quality checks were done. 
